Method, People's Republic of China). The starch concentrations were measured 131 using a polarimeter. The crude fiber was determined using the acid-base method, and 132 the levels of NDF and acid detergent fiber (ADF) were determined using the 133 detergent method developed by Van-Soest (1963 sequencing, most of the diversity had already been captured (Fig. S1 ). The 454 high 218 throughput sequencing profiles of the cecal bacterial communities of the rabbits 219 revealed a diet-related and age-related shift in community composition.
220
Relative abundance
221
The richness of certain phyla was significantly affected by diet and age in our study.
222
In total, we detected seven bacterial phyla, including Firmicutes, Actinobacteria, increased when rabbits consumed diet D at 52, 62, and 72 days of age (P < 0.05; Table   248 3). More specifically, the nearly equivalent change in trends in the high starch group 249 (diet D) included a significant increase in Ruminococcus (P < 0.01), whereas this 250 species was increased by the high fiber diet (diet A) in rabbits 82 days old (P < 0.05).
251
The percentage of sequences assigned to Sporobacter and Akkermansi were also 252 significantly affected by diet (P < 0.01). were not significantly different between ages. activity (Jehl et al. 1996) . In current study, the predominance of Firmicutes (Fig.1 
611
Sequences that could not be classified into any known group in phyla level were assigned "Other". 
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